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Abstract 

Background:  Altitude affects biodiversity and physic-chemical properties of soil, providing natural sites for studying 
species distribution and the response of biota to environmental changes. We sampled soil at three altitudes in an arid 
valley, determined the physic-chemical characteristics and microbial community composition in the soils, identified 
differentially abundant taxa and the relationships between community composition and environmental factors.

Results:  The low, medium and high altitudes were roughly separated based on the physic-chemical characteristics 
and clearly separated based on the microbial community composition. The differences in community composition 
were associated with differences in soil pH, temperature, and SOC, moisture, TN, TP, AN, AP and SMBC contents. The 
contents of organic and microbial biomass C, total and available N and available P, and the richness and diversity of 
the microbial communities were lowest in the medium altitude. The relative abundances of phyla Proteobacteria, 
Gemmatimonadetes, Actinobacteria and Acidobacteria were high at all altitudes. The differentially abundant ampli-
fied sequence variants (ASVs) were mostly assigned to Proteobacteria and Acidobacteria. The highest number of ASVs 
characterizing altitude were detected in the high altitude. However, the predicted functions of the communities were 
overlapping, suggesting that the contribution of the communities to soil processes changed relatively little along the 
altitude gradient.

Conclusions:  The low, medium and high altitudes were roughly separated based on the physicochemical character-
istics and clearly separated based on the microbial community composition. The differences in community composi-
tion were associated with differences in soil pH, temperature, and SOC, moisture, TN, TP, AN, AP and SMBC contents.
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Background
Altitude affects biodiversity and physic-chemical prop-
erties of soil; the plant cover, soil properties and climate 
change dramatically with altitude in mountain ecosys-
tems, providing natural sites for studying species dis-
tribution and the response of biota to environmental 
changes [1]. Knowledge on altitude related biodiversity 

patterns is important for understanding the impacts of 
climate change on ecosystems [2].

Microbial communities play an important role in C 
and nutrient cycles, respond rapidly to and are affected 
by environmental changes [3, 4]. The activity and struc-
ture of microbial communities are affected by soil type, 
temperature, vegetation and other abiotic and biologi-
cal factors [5]. To date, the research on microbial com-
munities in mountain ecosystems has mostly focused 
on plateaus and frozen soils [6, 7]. The results on 
microbial diversity along altitude gradients have been 
non-uniform: diversity has been found to decrease with 
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altitude, to be highest at mid-altitude, and to show no 
clear patterns of change [1, 8–10]. At lower elevations, 
soil microbes have shown clear altitudinal distribu-
tion patterns [11, 12]. In Changbai Mountain in China, 
a small difference in elevation indirectly controlled 
the composition of soil microbial community, and the 
relationship between altitude and soil microbial com-
munity was not linear [13]. The changes in community 
composition and microbial biomass and activity were 
accompanied with changes in altitude, vegetation type 
and soil physic-chemical properties, e.g. C and N con-
tent and pH [14–16]. Therefore, the spatial distribution 
patterns of soil microbial communities are associated 
with both present and historical factors, i.e. soil prop-
erties and altitude, respectively [13].

Panzhihua in the south of Sichuan, China, at the inter-
change between Jinsha River and Yalong River, has a 
subtropical climate with abundant rainfall and a hot 
rainy season. However, high evapotranspiration due to 
strong sunshine and valley winds result in an arid local 
climate in the arid valley areas [17, 18]. Soil in Panzhi-
hua is typically acid red soil, and the area of soil with pH 
lower than 5.5 accounts for almost 16% of the total soil 
area [19]. Information on the effects of altitude and envi-
ronmental factors on soil microbial communities in arid 
valleys is still limited. The temperature and air humidity 
in this region vary considerably within a small range of 
altitude difference. We expected that the soil microbial 
community composition would vary accordingly. In this 
study, we sampled soil at three altitudes in an arid val-
ley, determined the physico-chemical characteristics and 
microbial community composition in the soils, identi-
fied differentially abundant taxa and the relationships 
between community composition and environmental 
factors, providing a basis for the understanding of soil 
ecosystems in arid valleys.

Results
Soil physic‑chemical characteristics
The soil pH and temperature were lowest and AK content 
was highest at the high altitude (2000 m a.s.l.) (P < 0.05) 
(Table 1). Soil moisture was lowest and TK content was 
highest at the low altitude (1600  m a.s.l.) (P < 0.05). TP 
content increased with increasing altitude (P < 0.05). 
SOC, TN, AP, AN, and SMBC contents were highest 
at the high altitude and lowest at the medium altitude 
(1800 m a.s.l.) (P < 0.05). SMBN content was lowest at the 
medium altitude. Based on the physicochemical proper-
ties, the soil samples were roughly separated according to 
the altitude (Fig. S 1). All the other properties except pH, 
moisture and microbial biomass N content showed col-
linearity (|r2|> 0.7) (Table S 1).

Microbial communities
The richness of the microbial communities was high-
est at the low altitude and lowest at the medium alti-
tude (P < 0.05) (Table 2). The diversity was lowest at the 
medium altitude (P < 0.05). The relative abundances of 
phyla Proteobacteria were above 40%, and those of Gem-
matimonadetes and Actinobacteria were above 12% at 
all altitudes (Fig. 1A). The relative abundances of genera 
Sphingomonas, Gemmatimonas and Saccharimonadales 
were high at all altitudes (Fig. 1B).

Out of the 58802 amplified sequence variants (ASVs), 
the 3674 ASVs with an observed mean abundance higher 
than one were included in the Permanova tests, distance-
based redundancy analysis (DBRDA) and differential 
abundance analysis. Aitchison distance based Permanova 
and pairwise Permanova showed that the communities 
at different altitudes were distinct (Permanova pseudo-
F = 12.7, p = 0.001; permutest p = 0.309) (Table  3). 
Across all the samples, the differences in community 

Table 1  The soil properties at different sites along the altitudes

Data are average ± SEM (n = 3). Different letters in a column denote statistically 
significant differences (P < 0.05). SOC Soil organic carbon, MO Moisture, TN Total 
nitrogen, TP Total phosphorus, TK Total potassium, AN Available nitrogen, AP 
Available phosphorus, AK Available potassium, ST Soil temperature, SMBC Soil 
microbial biomass carbon, SMBN soil microbial biomass nitrogen. High, altitude 
2000 m a.s.l.; medium, altitude 1800 m a.s.l.; low, altitude 1600 m a.s.l

Low Medium High

pH 5.45 ± 0.42a 5.40 ± 0.26a 5.17 ± 0.13b

SOC (g·kg−1) 10.20 ± 1.02b 6.30 ± 0.67c 16.38 ± 1.34a

Moisture (%) 27.25 ± 1.54b 32.09 ± 1.39a 33.31 ± 1.91a

TN (g·kg−1) 2.48 ± 0.49b 1.87 ± 0.15c 3.12 ± 0.19a

TP (g·kg−1) 1.07 ± 0.49c 1.16 ± 0.10b 1.33 ± 0.06a

TK (g·kg−1) 6.75 ± 0.20a 6.13 ± 0.76b 5.55 ± 0.48b

AN (mg·kg−1) 31.64 ± 7.43b 21.81 ± 3.43c 46.26 ± 2.53a

AP (mg·kg−1) 7.41 ± 2.73b 4.61 ± 2.70c 33.77 ± 7.50a

AK (mg·kg−1) 327.63 ± 78.82b 412.87 ± 257.69b 1094.40 ± 121.32a

Temperature 
(°C)

25.07 ± 0.54a 24.32 ± 1.59a 20.91 ± 0.99b

SMBC (mg·kg−1) 90.67 ± 13.05b 62.08 ± 9.68c 156.80 ± 4.92a

SMBN 
(mg·kg−1)

5.24 ± 1.26a 3.37 ± 0.63b 5.35 ± 0.61a

Table 2  Alpha diversity of bacterial diversity at different sites 
along the altitudes

Data are average ± SEM. Different letters in a column denote statistically 
significant differences (P < 0.05). High, altitude 2000 m a.s.l.; medium, altitude 
1800 m a.s.l.; low, altitude 1600 m a.s.l

Altitude Chao1 Shannon

High 1970.45 ± 306.98b 0.996 ± 0.001a

Medium 1645.68 ± 177.23c 0.992 ± 0.002b

Low 2121.47 ± 193.67a 0.997 ± 0.001a
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Fig. 1  Location of the arid valley in Panzhihua city and sampling sites. High, altitude 2000 m a.s.l.; medium, altitude 1800 m a.s.l.; low, altitude 
1600 m a.s.l



Page 4 of 11Zhang et al. BMC Microbiology           (2022) 22:86 

composition were associated with differences in soil pH, 
temperature, and SOC, moisture, TN, TP, AN, AP and 
SMBC contents (P < 0.05) (Fig. 2, Table 4). In the reduced 
models, the p-value of SMBN ranged from 0.001 to 0.1. 
At low altitude, the differences in community composi-
tion were associated with differences in pH and tempera-
ture, at medium altitude, with differences in TN content, 
and at high altitude, with differences in soil microbial 
biomass C content (Table S 2).

Altogether 354 differentially abundant ASVs were 
detected between the low and medium altitudes, 384 
between the low and high altitudes, and 408 between 
the medium and high altitudes (Table S 2). ASVs differ-
entially abundant in comparing one altitude to both the 
other altitudes were taken as characteristic to the alti-
tude. Ten and three ASVs were enriched and depleted, 
respectively, in the low altitude compared to both the 
medium and high altitude (Table  5). The relative abun-
dance of the ten and three ASVs characteristic to low 
altitude decreased and increased, respectively, constantly 
along the altitude. One enriched ASV was character-
istic to the medium altitude (Table  5). Altogether 152 
enriched and 32 ASVs were characteristic to the high alti-
tude (Table  5). Most of the altitude characteristic ASVs 
were assigned to phyla Proteobacteria and Acidobac-
teria, and at lower taxonomic levels to uncultured and 
unclassified taxa (Table 5). Out of the well-defined taxa, 
Anaeromyxobacter, Gemmatimonas, Sphingomonas, Bry-
obacter, Flavisolibacter and Phenylobacterium included 
both enriched and depleted ASVs (Table 5).

Discussion
The diversity and activity of microbial communities 
depend on temperature and other climatic variables that 
change substantially along altitude [1, 2]. Thus, altitude 
gradients provide natural sites to assess the effects of 
environmental change on the communities. To date, the 
diversity, composition and function of microbial com-
munities along altitude gradients under various climates 
have received attention [5, 20, 21]. To estimate whether 
the communities in arid climate vary similarly, we studied 
microbial community composition and the relationships 
between community composition and environmental 

factors along an altitude gradient in an arid valley in Pan-
zhihua, China.

With the increase of altitude, the change in climate 
and vegetation result in changes in soil physico-chemical 
properties [14, 22, 23]. Below tree line, the SOC and TN 
contents increased with the increase of altitude [14, 24]. 
In our study, the low and high-altitude sites in the arid 
valley were clearly different based on the physical proper-
ties. The available K and available P contents were over 
two to over seven times higher in the high than in the 
lower altitudes. Out of the measured chemical proper-
ties, the contents of organic and microbial biomass C, 
total and available N and available P were different at dif-
ferent altitudes; however, the contents were lowest in the 
medium altitude and highest in the high altitude. Simi-
larly, the richness and diversity of the microbial commu-
nities were lowest in the medium altitude. Accumulation 
of SOC at the high-altitude site was possibly due to the 
lower temperature that is known to slow down soil res-
piration [25]. The differences in SMBC content implied 
that the absolute abundance of the microbial community 
members were highest at the high altitude. The avail-
ability of N and P decrease below pH 6 and 4.5, respec-
tively, thus the differences in pH between sites were not 
expected to affect the availability of P and have only a 
minor effect on the availability of N. Possibly, the avail-
ability of N and P were governed by differences in plant 
uptake of the nutrients and in N and P cycle related 
microorganisms [26–28]. As the total P content increased 
with the increasing altitude, the differences in the P con-
tents may have been due to differences in bedrock along 
the altitude gradient [29, 30].

The relative abundances of phyla Proteobacteria, Gem-
matimonadetes, Actinobacteria and Acidobacteria, all 
among the OTU richest phyla on earth [31], were high at 
all altitudes. Similar to earlier studies [1, 32], the micro-
bial community compositions at the altitudes were dis-
tinct. The differentially abundant ASVs were mostly 
assigned to Proteobacteria and Acidobacteria. The high-
est number of ASVs characterizing altitude were detected 
in the high altitude, suggesting a bigger difference 
between the high and lower altitudes than that revealed 
by community composition only.

In assessing the relationships between the microbial 
community composition and environmental factors, the 
differences in community composition were associated 
with differences in soil pH, temperature, and SOC, mois-
ture, N, P and SMBC contents. On a continental scale 
over a wide pH range, soil pH was the master variable 
in explaining variation in microbial communities [33]. 
Presumably, the associations of community composi-
tion with temperature, moisture, SOC and SMBC con-
tent were interlinked: lower temperature is connected 

Table 3  Pairwise Permanova between bacterial community 
compositions at different sites along the altitudes

High, altitude 2000 m a.s.l.; medium, altitude 1800 m a.s.l.; low, altitude 1600 m 
a.s.l

F Model R2 p adjusted

Low vs Medium 11.37 0.29 0.00

Low vs High 13.00 0.32 0.00

Medium vs High 13.89 0.33 0.00
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with lower evaporation and lower rate of soil respiration 
[25], thus providing more organic C as an energy source 
for the soil microbial communities. The within altitude 
associations between the community composition and 
soil properties were rare, implying relatively homogenous 
communities and environments at the three altitudes.

The reason for this is that altitude is not a single factor 
that causes microbial community changes, but the com-
prehensive influence of soil properties should be consid-
ered. However, how to determine the specific relationship 
between the changes of microbial community at different 

Fig. 2  Relative abundance of dominant soil microbial community in different altitudes: A genus level; B phylum level. Low: High, altitude 2000 m 
a.s.l.; medium, altitude 1800 m a.s.l.; low, altitude 1600 m a.s.l



Page 6 of 11Zhang et al. BMC Microbiology           (2022) 22:86 

altitudes and soil physical and chemical factors still needs 
further research.

Conclusion
The low, medium and high altitudes were roughly sepa-
rated based on the physicochemical characteristics and 
clearly separated based on the microbial community 
composition. The differences in community composition 
were associated with differences in soil pH, temperature, 
and SOC, moisture, N, P and SMBC contents.

Methods
Study area and soil sampling
Anning valley in Miyi, Panzhihua, Sichuan, China 
(E102°17′, N26º76′, 1587–2108  m a.s.l) has a typical 
subtropical valley climate. The mean annual tempera-
ture ranges from 15 to 29  °C, with maximum and mini-
mum temperatures of 34 °C in May and 13 °C in January, 
respectively. Annual precipitation is approximately 800 
to 1200 mm.

Fifteen 20 × 20  m sampling plots with at least 100  m 
distance between the plots were established in July 28, 
2018, at 1600, 1800 and 2000  m a.s.l (Fig.  3). Within 
each plot, five topsoil (0 – 10  cm) subsamples were 
taken from the center and each corner using a 5-cm 
diameter soil corer after removing litter from the soil 
surface by hand. The subsamples were combined into 
one composite soil sample per plot [34]. The composite 
samples were divided into two portions: the portion for 

physic-chemical analyses was stored at 4 °C and the por-
tion for DNA extraction was stored at -80 °C.

Soil physico‑chemical properties
The soil samples were air-dried, ground and sieved 
through a 2-mm mesh. Soil pH was measured in a soil-
to-water ratio of 1:1 using a glass electrode pH meter 
(FiveGo, Mettler Toledo, Greifensee, Switzerland). Soil 
organic carbon (SOC) and total nitrogen (TN) contents 
were determined using dichromate oxidization and 
Kjeldahl digestion [35], and available nitrogen (AN) as 
described earlier [36]. Total phosphorus (TP) and total 
potassium (TK) contents were determined after digestion 
in HF-HClO4. Soil moisture (MO) content was measured 
by drying the fresh soil samples at 105  °C until a con-
stant weight [37]. Available phosphorus (AP) and avail-
able potassium (AK) contents were determined using 
sodium bicarbonate and ammonium acetate extraction 
[14, 38]. Soil microbial biomass C (SMBC) and biomass 
N (SMBN) contents were estimated by using chloroform 
fumigation extraction as described earlier [39].

DNA extraction, amplification and sequencing
DNA was extracted from 1.21–1.45  g fresh weight soil 
(corresponding to approximately 0.50 g dry weight) using 
the Fast DNA Spin Kit for Soil (MP Bio medicals, Solon, 
OH, USA) following the manufacturer’s instructions. 
Concentration and quality of the extracted DNA were 
examined using Nano-200 spectrophotometer (Aosheng, 
Hangzhou, China) and agars gel electrophoresis. DNA 
extracts were stored at − 20  °C until further process-
ing. The V4 hyper variable region of 16S rRNA gene was 
amplified using primers 515F (5′-GTGCC-AGCMGCC​
GCG​GTAA-3′) and 806R (5′-GGA​CTA​CVSGGG​TAT​
CTAAT-3′) with adapter and barcode sequences [40]. 
Amplification was done in a 50 μL reaction mixture with 
3 U of TaKaRa Ex Taq HS (TaKARA Shuzo Co., Shiga, 
Japan), 5  mM dNTP mixture (TaKARA Shuzo Co., 
Shiga, Japan), 2.0 mM MgCl2, 5 μL of 10 × Ex Taq Buffer 
(TaKARA Shuzo Co., Shiga, Japan), 0.6  mM of each 
primer, and 4.0  ng of DNA. The amplification program 
in an S1000 thermo cycler (Bio-Rad Laboratories, CA, 
USA) included an initial denaturation at 94 °C for 4 min, 
and 30 cycles of 15 s at 94  °C, 15 s at 55  °C and 30 s at 
72 °C, and a final extension at 72 °C for 10 min.

The PCR products from three replicate amplifications 
per sample were pooled and purified with AxyPrep DNA 
Purification Kit (Axygen Biotech, Hangzhou, China), 
and quantified using PR omega QuantiFluor (Invitrogen, 
Carlsbad, CA, USA). Purified amplicons were pooled in 
equimolar concentrations and sequenced using MiSeq 

Table 4  The relationships between community composition 
and standardized soil properties across all samples from the 
three altitudes, tested using distance-based redundancy analysis

SOC Soil organic carbon, MO Moisture, TN Total nitrogen, TP Total phosphorus, TK 
Total potassium, AN Available nitrogen, AP Available phosphorus, AK Available 
potassium, Temperature: Soil temperature, SMBC Soil microbial biomass carbon, 
SMBN soil microbial biomass nitrogen

F Pr(> F)

pH 2.9–3.1 0.005–0.001
SOC 11.1 0.001
MO 7.7–8.6 0.001
TN 9.6 0.001
TP 2.2 0.012
TK 0.95 0.429

AN 8.3 0.001
AP 8.3 0.001
AK 1.4 0.154

Temperature 4.0 0.001
SMBC 1.6 0.092

SMBN 1.6–8.9 0.1–0.001
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Table 5  Number of ASVs characteristic to low, medium and high altitudes and their taxonomic affiliation

Low Medium High
Phylum Taxon Enriched Depleted Enriched Depleted Enriched Depleted

Acidobacteria Bryobacter 7 2

Candidatus Solibacter 6

Granulicella 1

Occallatibacter 1

unclassified Acidobacteriales 1

uncultured Acidobacteriaceae (Subgroup 1) 4

uncultured Acidobacteriales 1 16 1

Pyrinomonadaceae clade RB41 3

Subgroup 7 1 2 1

Subgroup 6 4

Angustibacter 1

Actinobacteria Terrabacter 1

unclassified Kineosporiaceae 1

uncultured Frankiales 1 1

Class MB 1

Gaiella 1

Patulibacter 1

uncultured Gaiellales 3

Bacteroidetes Flavisolibacter 1 2

AD3 Phylum AD3 2

Chloroflexi uncultured Roseiflexaceae 1

Family JG30 3

Order B12 1

Order C0119 2

Cluster TK10 3

Gemmatimonadetes Gemmatimonas 1 7 3

Gemmatirosa 3

unclassified Gemmatimonadaceae 2 1 4 3

uncultured Gemmatimonadaceae 11

Nitrospirae Nitrospira 3

Patescibacteria family Saccharimonadales 1 1

Proteobacteria Bradyrhizobium 1

Phenylobacterium 1 1 1

Pseudolabrys 1

Sphingobium 2

Sphingomonas 8 2

unclassified Xanthobacteraceae 2

uncultured Alphaproteobacteria 1

uncultured Caulobacteraceae 2

uncultured Elsteraceae 2

uncultured Elsterales 5

uncultured Rhodospirillaceae 1

uncultured Xanthobacteraceae 1

Anaeromyxobacter 1 9 2

Haliangium 5

Pajaroellobacter 1

family A21b 1

Burkholderia 1
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Reagent Kit V3 on an Illumina MiSeq platform (Illumina 
Biotech, California, USA) at Shanghai Personal Biotech-
nology Co. Ltd, Shanghai, China. The sequence data were 
submitted to NCBI Sequence Read Archive (https://​
www.​ncbi.​nlm.​nih.​gov/​Traces/​study/?​acc= ​PRJNA​
663774) with accession number PRJNA663774 and login 
account zhangrunji.

Bioinformatics analysis
The sequence data were processed and assigned into 
amplicon sequence variants (ASVs) using R package 
DADA2 [41]. The ASVs were assigned to taxa using 
Silva release 132 database (http://​www.​arb-​silva.​de). 
Chao1 and Shannon alpha diversity indices were cal-
culated with QIIME software (Version 1.7.0).

Table 5  (continued)

Low Medium High
Phylum Taxon Enriched Depleted Enriched Depleted Enriched Depleted

Caenimonas 1

order Ellin6067 2 4 6

Lysobacter 1

Massilia 1 1

MND1 2 3

Ramlibacter 1 1

Family SC 5

unclassified Methylophilaceae 1

Verrucomicrobia Candidatus Udaeobacter 1

Fig. 3  Distance-based redundancy analysis (dbRDA) of the relationships between community composition and soil properties. High, altitude 
2000 m a.s.l.; medium, altitude 1800 m a.s.l.; low, altitude 1600 m a.s.l. SOC: Soil organic carbon, MO: Moisture, TN: Total nitrogen, TP: Total 
phosphorus, TK: Total potassium, AN: Available nitrogen, AP: Available phosphorus, AK: Available potassium, Temperature: Soil temperature, SMBC: 
Soil microbial biomass carbon, SMBN: soil microbial biomass nitrogen

https://www.ncbi.nlm.nih.gov/Traces/study/?acc=PRJNA663774
https://www.ncbi.nlm.nih.gov/Traces/study/?acc=PRJNA663774
https://www.ncbi.nlm.nih.gov/Traces/study/?acc=PRJNA663774
http://www.arb-silva.de
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Statistical analysis
Differences were regarded as statistically significant at 
P < 0.05. Relative abundances at phylum and genus levels 
were visualized as percentages using the multtest pack-
age in R package vegan version 2.4.4 in R v.3.3.2. [42]. 
Differences in the soil properties and microbial alpha 
diversities were tested with two-way ANOVA using the 
Statistical Package for the Social Sciences (SPSS Ver-
sion 19.0, SPSS Inc., Chicago, IL, USA). The associations 
between microbial alpha diversity and environmental 
factors were analyzed using Pearson correlation [43]. The 
heterogeneity of the variance was tested, and the original 
data were normalized using log-transformation or stand-
ardization prior to analysis when necessary.

For further analyses, ASVs with mean relative abun-
dance < 1 were removed from the data. For permutational 
multivariate analysis of variance (Permanova) and distance-
based redundancy analysis (dbRDA), zeros in the ASV 
relative abundance data were replaced using the count zero 
multiplicative (czm) method and the data was converted 
to proportions using R package zCompositions v1.3.4 in 
R v4.1.0 [44, 45]. The data were transformed to their cen-
tered logratios using R package easyCODA v0.34.3 [46]. 
For Permanova, a distance matrix was calculated using R 
package robCompositions v2.3.1 [47, 48]. Differences in 
community composition were tested using Permanova and 
pairwise Permanova with 999 permutations in R packages 
vegan v2.5.7 and pairwiseAdonis v.0.4, respectively [49, 50]. 
Homogeneity of multivariate dispersions was tested using 
R package vegan v2.5.7. The relationships between com-
munity composition and standardized soil properties were 
tested using DBRDA in R package vegan and visualized 
using R packages ggplot2 v3.3.5 and ggrepel v0.9.1 [51, 52]. 
Soil properties with |r2|> 0.7 were taken as collinear [53]. 
The properties were tested using reduced models from 
which the properties collinear with the target property had 
been excluded. Differentially abundant ASVs were deter-
mined in pairwise comparisons using Aldex2 v1.24.0 [54]. 
ASVs with an expected value of the Benjamini–Hochberg 
corrected t-test P < 0.05/3 (the number of comparisons) 
were taken as differentially abundant.

Supplementary Information
The online version contains supplementary material available at https://​doi.​
org/​10.​1186/​s12866-​022-​02500-6.

Additional file 1: Fig. S1. Principal component analysis (PCA) of the soil 
sample under the treatments of different elevations. High, altitude 2000 m 
a.s.l.; medium, altitude 1800 m a.s.l.; low, altitude 1600 m a.s.l.

Additional file 2: Table S1. Correlation between soil properties across all 
samples in the three altitudes.

Additional file 3: Table S2. The relationships between community com-
position and standardized soil properties at low (1600 m a.s.l.), medium 

(1800 m a.s.l.) and high (2000 m a.s.l.) altitudes, tested using distance-
based redundancy analysis.

Acknowledgements
We thanks to Yan Xiao et al. for participating in the experiment, and thanks to 
Yingyan Wang and Ming Liu for help in data analysis.

Authors’ contributions
Runji Zhang and Yunfu Gu designed the experiments. Runji Zhang performed 
the experiments and completed the analysis of soil physico-chemical proper-
ties, Xianrui Tian completed field sampling and data analysis. Quanju Xiang 
performed the bioinformatics and statistical analysis. Runji Zhang, Petri Pent-
tinen and Yunfu Gu wrote and revised the manuscript. All authors approved 
the final version of the manuscript.

Funding
The study was funded by the National Natural Science Foundation of China 
(grant No. 41201256).

Availability of data and materials
The datasets generated and/or analysed during the current study are 
available in the NCBI repository (https://​www.​ncbi.​nlm.​nih.​gov/​Traces/​
study/?​acc=​PRJNA​663774) with accession number PRJNA663774 and login 
account zhangrunji.

Declarations

Ethics approval and consent to participate
All experiments were conducted in accordance with the cultivars protection 
regulations of the Sichuan Agricultural University.

Consent for publication
Not applicable.

Competing interests
The authors declare that they have no competing interests.

Received: 6 November 2021   Accepted: 11 March 2022

References
	1.	 Ren C, Zhang W, Zhong Z, Han X, Yang G, Feng Y, Ren G. Differential 

responses of soil microbial biomass, diversity, and compositions to 
altitudinal gradients depend on plant and soil characteristics. Sci Total 
Environ. 2018;610–611:750–8.

	2.	 Donhauser J, Frey B. Alpine soil microbial ecology in a changing world. 
FEMS Microbiol Ecol. 2018;94(9):fiy099.

	3.	 Cavicchioli R, Ripple WJ, Timmis KN, Azam F, Bakken LR, Baylis M, 
Behrenfeld MJ, Boetius A, Boyd PW, Classen AT, et al. Scientists’ warning 
to humanity: microorganisms and climate change. Nat Rev Microbiol. 
2019;17(9):569–86.

	4.	 Lin Y, Ye Y, Hu Y, Shi H. The variation in microbial community structure 
under different heavy metal contamination levels in paddy soils. Eco-
toxicol Environ Saf. 2019;180:557–64.

	5.	 Chang EH, Chen TH, Tian G, Chiu CY. The effect of altitudinal gradient 
on soil microbial community activity and structure in moso bamboo 
plantations. Appl Soil Ecol. 2016;98:213–20.

	6.	 Delgado-Baquerizo M, Maestre FT, Reich PB, Trivedi P, Singh BK. Carbon 
content and climate variability drive global soil bacterial diversity pat-
terns. Ecol Monogr. 2016;86(3):373.

	7.	 Guo G, Kong W, Liu J, Zhao J, Du H, Zhang X, Xia P. Diversity and 
distribution of autotrophic microbial community along environmental 
gradients in grassland soils on the Tibetan Plateau. Appl Microbiol 
Biotechnol. 2015;99(20):8765–76.

https://doi.org/10.1186/s12866-022-02500-6
https://doi.org/10.1186/s12866-022-02500-6
https://www.ncbi.nlm.nih.gov/Traces/study/?acc=PRJNA663774
https://www.ncbi.nlm.nih.gov/Traces/study/?acc=PRJNA663774


Page 10 of 11Zhang et al. BMC Microbiology           (2022) 22:86 

	8.	 Singh D, Takahashi K, Kim M, Chun J, Adams JM. A Hump-Backed Trend 
in Bacterial Diversity with Elevation on Mount Fuji. Japan Microb Ecol. 
2012;63(2):429–37.

	9.	 Wang JT, Cao P, Hu HW, Li J, Han LL, Zhang LM, Zheng YM, He JZ. 
Altitudinal distribution patterns of soil bacterial and archaeal com-
munities along mt. Shegyla on the Tibetan Plateau. Microb Ecol. 
2015;69(1):135–45.

	10.	 Fierer N, Mccain CM, Meir P, Zimmermann M. Knight, Rob: Microbes 
do not follow the elevational diversity patterns of plants and animals. 
Ecology. 2011;92(4):797–804.

	11.	 Shen C, Ni Y, Liang W, Wang J, Chu H. Distinct soil bacterial communi-
ties along a small-scale elevational gradient in alpine tundra. Front 
Microbiol. 2015;6:582.

	12.	 Liu D, Wu X, Shi S, Liu H, Liu G. A hollow bacterial diversity pattern with 
elevation in Wolong Nature Reserve. Western Sichuan Plateau J Soils 
Sed. 2016;16(10):2365–74.

	13.	 Han D, Ning W, Xue S, Hu Y, Feng F. Biogeographical distribution of bac-
terial communities in Changbai Mountain. Northeast China Microbiol. 
2018;7:e00529.

	14.	 Hu L, Xiang Z, Wang G, Rafique R, Liu W, Wang C. Changes in soil phys-
icochemical and microbial properties along elevation gradients in two 
forest soils. Scand J For Res. 2016;31(3):242–53.

	15.	 Shen C, Shi Y, Fan K, He JS, Adams JM, Ge Y, Chu H. Soil pH dominates 
elevational diversity pattern for bacteria in high elevation alkaline soils 
on the Tibetan Plateau. FEMS Microbiol Ecol. 2019;95(2):fiz003.

	16.	 Wang J, Zhang T, Li L, Li J, Feng Y, Lu Q. The Patterns and Drivers of 
Bacterial and Fungal β-Diversity in a Typical Dryland Ecosystem of 
Northwest China. Frontiers in Microbiology. 2017;8:2126.

	17.	 Pei J, Yang W, Cai Y, Yi Y, Li X. Relationship between Vegetation and 
Environment in an Arid-Hot Valley in Southwestern China. Sustainabil-
ity. 2018;10(12):4774.

	18.	 Xu KW, Zou L, Penttinen P, Zeng X, Liu M, Zhao K, Chen C, Chen 
YX, Zhang X. Diversity and phylogeny of rhizobia associated with 
Desmodium spp. in Panxi, Sichuan, China. Syst Appl Microbiol. 
2016;39(1):33–40.

	19.	 Li XL, Penttinen P, Gu YF, Zhang XP. Diversity of nifH gene in rhizos-
phere and non-rhizosphere soil of tobacco in Panzhihua. China Annals 
of Microbiology. 2012;62(3):995–1001.

	20.	 Jin H, Yang X, Liu R, Yan Z, Li X, Li X, Su A, Zhao Y, Qin B. Bacterial com-
munity structure associated with the rhizosphere soils and roots of 
Stellera chamaejasme L. along a Tibetan elevation gradient. Annals 
Microbiol. 2018;68(5):273–86.

	21.	 Zhang L, Wang A, Yang W, Xu Z, Wu F, Tan B, Liu Y, Chen L. Soil microbial 
abundance and community structure vary with altitude and season in 
the coniferous forests. China J Soils Sed. 2016;17(9):2318–28.

	22.	 Siles JA, Cajthaml T, Filipová A, Minerbi S, Margesin R. Altitudinal, 
seasonal and interannual shifts in microbial communities and chemi-
cal composition of soil organic matter in Alpine forest soils. Soil Biol 
Biochem. 2017;112:1–13.

	23.	 Lu SB, Xu Y, Fu XP, Xiao H, Ding W, Zhang YJ. Patterns and Drivers of Soil 
Respiration and Vegetation at Different Altitudes in Southern China. 
Appl Ecol Environ Res. 2019;17(2):3097–106.

	24.	 Zhang QM, Wang DX, Gong MG, Zhang LN. Changes in physicochemi-
cal properties of forest soil along different altitudes in Huoditang of 
Qinling Mountains. J Soil Water Conserv. 2011;25(5):69-73.

	25.	 Müller M, Oelmann Y, Schickhoff U, Böhner J, Scholten T. Himalayan 
treeline soil and foliar C:N: P stoichiometry indicate nutrient shortage 
with elevation. Geoderma. 2017;291:21–32.

	26.	 Penn CJ, Camberato JJ. A critical review on soil chemical processes that 
control how soil pH affects phosphorus availability to plants. Agricul-
ture. 2019;9(6):120.

	27.	 Hoslett J, Ghazal H, Ahmad D, Jouhara H. Removal of copper ions from 
aqueous solution using low temperature biochar derived from the 
pyrolysis of municipal solid waste. Sci Total Environ. 2019;673:777–89.

	28.	 Silva-Sánchez A, Soares M, Rousk J. Testing the dependence of micro-
bial growth and carbon use efficiency on nitrogen availability, pH, and 
organic matter quality. Soil Biol Biochem. 2019;134:25–35.

	29.	 Bhople P, Keiblinger K, Djukic I, Liu D, Zehetner F, Zechmeister-Bolten-
stern S, Joergensen RG, Murugan R. Microbial necromass formation, 
enzyme activities and community structure in two alpine elevation 
gradients with different bedrock types. Geoderma. 2021;386:114922.

	30.	 Bhople P, Djukic I, Keiblinger K, Zehetner F, Liu D, Bierbaumer M, 
Zechmeister-Boltenstern S, Joergensen RG, Murugan R. Variations in 
soil and microbial biomass C, N and fungal biomass ergosterol along 
elevation and depth gradients in Alpine ecosystems. Geoderma. 
2019;345:93–103.

	31.	 Louca S, Mazel F, Doebeli M, Parfrey LW. A census-based estimate of 
Earth’s bacterial and archaeal diversity. PLoS Biol. 2019;17(2):e3000106.

	32.	 Bayranvand M, Akbarinia M, Salehi Jouzani G, Gharechahi J, Kooch Y, 
Baldrian P. Composition of soil bacterial and fungal communities in 
relation to vegetation composition and soil characteristics along an 
altitudinal gradient. FEMS Microbiol Ecol. 2020;97(1):fiaa201.

	33.	 Fierer N, Jackson RB. The diversity and biogeography of soil bacte-
rial communities. Proceed National Acad SciUnited States Amer. 
2006;103(3):626–31.

	34.	 Zhang S, Chen D, Sun D, Wang X, Smith JL, Du G. Impacts of altitude 
and position on the rates of soil nitrogen mineralization and nitrifica-
tion in alpine meadows on the eastern Qinghai-Tibetan Plateau. China 
Biol Fertility Soils. 2012;48(4):393–400.

	35.	 Bangroo SA, Najar GR, Rasool A. Effect of altitude and aspect on soil 
organic carbon and nitrogen stocks in the Himalayan Mawer Forest 
Range. CATENA. 2017;158:63–8.

	36.	 Feng W, Yang F, Cen R, Liu J, Qu Z, Miao Q, Chen H. Effects of straw 
biochar application on soil temperature, available nitrogen and growth 
of corn. J Environ Manage. 2021;277:111331.

	37.	 Wei G, Li M, Shi W, Tian R, Chang C, Wang Z, Wang N, Zhao G, Gao Z. 
Similar drivers but different effects lead to distinct ecological pat-
terns of soil bacterial and archaeal communities. Soil Biol Biochem. 
2020;144:107759.

	38.	 Borin S, Ventura S, Tambone F, Mapelli F, Schubotz F, Brusetti L, Scaglia 
B, D’Acqui L, Solheim B, Turicchia S, Marasco R, Hinrichs K, Baldi F, Adani 
F, Daffonchio D. Rock weathering creates oases of life in a High Arctic 
desert. Environ microbio. 2010;12(2):293-303.

	39.	 Zhen Z, Liu H, Wang N, Guo L, Meng J, Ding N, Wu G, Jiang G. Effects 
of manure compost application on soil microbial community diversity 
and soil microenvironments in a temperate cropland in China. PLoS 
One. 2014;9(10):e108555.

	40.	 Caporaso JG, Lauber CL, Walters WA, Berg-Lyons D, Huntley J, Fierer 
N, Owens SM, Betley J, Fraser L, Bauer M, et al. Ultra-high-throughput 
microbial community analysis on the Illumina HiSeq and MiSeq plat-
forms. ISME J. 2012;6(8):1621–4.

	41.	 Callahan BJ, McMurdie PJ, Rosen MJ, Han AW, Johnson AJA, Holmes 
SP. DADA2: High-resolution sample inference from Illumina amplicon 
data. Nat Methods. 2016;13(7):581–3.

	42.	 Pollard KS, Gilbert HN, Ge Y, Taylor S, Dudoit S: Multtest: resampling-
based multiple hypothesis testing. R package version 2.17.0. R Devel-
opment Core Team. 2010. R: A language and environment for statistical 
computing. Available 2015.

	43.	 Lauber CL, Hamady M, Knight R, Fierer N. Pyrosequencing-Based 
Assessment of Soil pH as a Predictor of Soil Bacterial Commu-
nity Structure at the Continental Scale. Appl Environ Microbiol. 
2009;75(15):5111–20.

	44.	 Palarea-Albaladejo J, Martín-Fernández JA. zCompositions—R package 
for multivariate imputation of left-censored data under a composi-
tional approach. Chemometrics Intellig Lab Syst. 2015;143:85–96.

	45.	 Team RC: R: A language and environment for statistical computing. 
2013.https://​www.R-​proje​ct.​org/.

	46.	 Greenacre M. Compositional data analysis in practice. Chapman and 
Hall/CRC, 2018. Pawlowsky-Glahn, Vera, and Antonella Buccianti, eds. 
Compositional data analysis: Theory and applications. Wiley; 2011.

	47.	 Templ M, Hron K, Filzmoser P: robCompositions: an R-package for 
robust statistical analysis of compositional data. 2011.

	48.	 Pawlowsky-Glahn V, Buccianti A: Compositional data analysis: Theory 
and applications: John Wiley & Sons; 2011.

	49.	 Oksanen J, Blanchet F, Friendly M, Kindt R, Legendre P, McGlinn D: 
vegan: community ecology package. R package version 2.5–7. 2020. 
In.https://​CRAN.R-​proje​ct.​org/​packa​ge=​vegan.

	50.	 Arbizu PM: pairwiseAdonis: Pairwise Multilevel Comparison using 
Adonis. R package version 0.4. In. 2017.

	51.	 Slowikowski K, Schep A, Hughes S, Lukauskas S, Irisson JO, Kamvar 
ZN, Ryan T, Christophe D, Hiroaki Y: ggrepel: Automatically Position 

https://www.R-project.org/
https://CRAN.R-project.org/package=vegan


Page 11 of 11Zhang et al. BMC Microbiology           (2022) 22:86 	

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your researchReady to submit your research  ?  Choose BMC and benefit from: ?  Choose BMC and benefit from: 

Non-Overlapping Text Labels with ’ggplot2’. In. 2018.https://​CRAN.R-​
proje​ct.​org/​packa​ge=​ggrep​el.

	52.	 Wickham H. Elegant graphics for data analysis. Media. 
2009;35(211):10–1007.

	53.	 Dormann CF, Elith J, Bacher S, Buchmann C, Carl G, Carré G, Marquéz 
JRG, Gruber B, Lafourcade B, Leitão PJ. Collinearity: a review of methods 
to deal with it and a simulation study evaluating their performance. 
Ecography. 2013;36(1):27–46.

	54.	 Fernandes AD, Macklaim JM, Linn TG, Gregor R, Gloor GB, John P. ANOVA-
Like Differential Expression (ALDEx) Analysis for Mixed Population RNA-
Seq. Plos One. 2013;8(7):e67019.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.

https://CRAN.R-project.org/package=ggrepel
https://CRAN.R-project.org/package=ggrepel

	Response of soil microbial community structure and function to different altitudes in arid valley in Panzhihua, China
	Abstract 
	Background: 
	Results: 
	Conclusions: 

	Background
	Results
	Soil physic-chemical characteristics
	Microbial communities

	Discussion
	Conclusion
	Methods
	Study area and soil sampling
	Soil physico-chemical properties
	DNA extraction, amplification and sequencing
	Bioinformatics analysis
	Statistical analysis

	Acknowledgements
	References


